A genetic re-identification of seven Aeromonas blood isolates revealed that phenotype-based 25 identification systems misidentified 5 (71.4%) isolates. In Aeromonas strains, A. aquariorum 26 was the most common misidentified-organism and showed the most potent cytotoxic 27 activities against human blood cell lines, suggesting that the correct identification of A. 28 aquariorum is important. 29 30
The genus Aeromonas is comprised of oxidase-positive, glucose-fermenting, gram-negative 31 rods that are widely distributed in freshwater, estuarine and marine environments and causes 32 a variety of human illnesses such as enterocolitis and septicemia (Figueras, 2005 ; Janda & 33 Abbott, 2010; Morinaga, et al., 2011) . We previously reported that Aeromonas septicemia 34 occurred frequently in hospitalized patients with underlying diseases including malignancy in 35 Japan (Morinaga, et al., 2011) . Phenotypical differentiation of the genus Aeromonas or its 36 species has been recognized to be difficult because of the non-uniform biochemical reactions, 37
and can lead to misidentification ( clinical importance of the correct identification, we molecularly re-identified the isolates 45 included in our previous report and evaluated the virulence genes and cytotoxicity on human 46 cell lines. 47 primers and conditions previously described (Soler, et al., 2004) . The sequences obtained 50 were independently aligned using Mega5 program with the sequences of the type and 51 reference strains of all members of the genus Aeromonas taken from our in-house data base 52 (A. J. Martinez-Murcia, et al., 2011). Percentage similarity was calculated using the Ez 53
Taxon pairwise alignment tool (Chun, et al., 2007) . Genetic distances and clustering were 54 determined using Kimura's two parameter model (Kimura, 1980 ) and the evolutionary tree 55 was constructed by the neighbour-joining method (Saitou & Nei, 1987 ) using the Mega5 56 program (Tamura, et al., 2011 T and Pseudomonas aeruginosa PAO-1 and 85 NUS10 strains were used as the reference strains.
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The cytotoxicity was expressed as the median lethal dose (LD 50 ) of triplicate 87 experiments (Table 1) Furthermore, the pore-forming toxin gene aerolysin/hemolysin, and the cytotoxic 97 enterotoxins genes, ast, alt and act were evaluated (Table 1) The severity of the septicemia in the studied patients was evaluated using SAPS II 108 (fifteen scores for the type of admission, chronic diseases, consciousness, age, blood pressure, 109 heart rate, temperature, oxygenation, urine output, serum urea, white blood cells, potassium, 110 sodium, bicarbonate and bilirubin) and SOFA (consist of six scores for the respiratory, 111 cardiovascular, hepatic, coagulation, renal and neurological systems) scoring systems (Le 112
Gall, Lemeshow, & Saulnier, 1993; Vincent, et al., 1996) ( Table 1 ). The high scores were 113 observed in the two dead patients (AEB02, AEB06 and AEB06R were isolated from these 114 patients) but the scores varied to the patients. We believe that the differences are partly 115 because of patients' various medical conditions as previously reported (Morinaga, 
